The microbiomes of carnivorous sponges from the Canadian Arctic suggest differential involvement of bacterial associates
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the common genera (A) Tenacibaculum, (B) Candidatus Branchiomonas Fulvivirga as well as
the C. grandis specific biomarkers (D) Colwellia, (E) Reichenbachiella and (F) Maritimimonas.

Fig. 2: Alpha diversity metrics per sponge and sponge compartment (A) C. C.omparison.of common genera oligotypes is presentgd grouped on sponge individual, while
grandis (B) C. oxeata. B: Baffin Bay; M: Gulf of Maine biomarker oligotypes are displayed per anatomical region.
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